Antibiotic therapy can lead to the disruption of gut microbiota community with possible negative outcomes for human health. One of the diseases for which the treatment scheme commonly included antibiotic intake is Helicobacter pylori infection. The changes in taxonomic and functional composition of microbiota in patients can be assessed using "shotgun" metagenomic sequencing. Ten stool samples were collected from 4 patients with Helicobacter pylori infection before and directly after the H. pylori eradication course. Additionally, for two of the subjects, the samples were collected 1 month after the end of the treatment. The samples were subject to "shotgun" (whole-genome) metagenomic sequencing using Illumina HiSeq platform. The reads are deposited in the ENA (project ID: PRJEB18265).
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Value of the data
The data can be used to assess the antibiotic-induced gut dysbiosis in a cultivation-independent manner via the changes in the relative abundance of microbial taxa and genes.
Using the metagenomic datasets corresponding to three consequent time points -before, immediately after and 1 month after the end of the treatment -it is possible to analyze the temporal dynamics and resilience of gut microbial ecosystem.
By calculating the relative abundance of the genes conferring antibiotic resistance from the data, researchers can evaluate the resistome of gut microbiota and its changes during and after the antibiotic intake.
Identification of specific changes in gut microbiota composition as the result of H. pylori eradication using the presented data opens the way to designing new approaches to the alleviation of the side effects of the treatment.
Data
The presented dataset contains 10 "shotgun" human gut metagenomes assessed from stool samples from the patients with Helicobacter pylori infection. The total read length for the dataset is 87.6 Gbp (the metagenomes contain 34.1 713.6 mln of reads per sample, mean 7 s.d.). Details about the dataset are shown in Table 1 .
Experimental design, materials and methods

Cohorts assembly
The study was approved by the Local ethics committee of the Kazan (Volga region) Federal University. Each patient signed an informed consent before the start of the study. The patients were enrolled in University Hospital of Kazan Federal University (former Republican Clinical Hospital #2 of the Ministry of Healthcare of Republic of Tatarstan).
Patients inclusion and exclusion criteria
General inclusion criteria: males and females, age 18-75 years with performed upper GI endoscopy and H. pylori-positive status 1 month prior to the inclusion into the study (according to any of the H. pylori detection methods). Exclusion criteria: malignancies; inability of the patient to follow the study procedures; concomitant diseases possibly influencing the gut microbiota composition including inflammatory bowel diseases, malabsorption (due to small intestine diseases or pancreatic insufficiency) and other diseases; abdominal surgery (excluding appendectomy); intake of medications (immunomodulators, corticosteroids, non-steroidal anti-inflammatory drugs, antibiotics, preand probiotics -for 3 months prior to the inclusion; proton pump inhibitors, bismuth-containing medications -for 2 weeks prior to inclusion); alcohol or drug abuse; decompensated chronic diseases; infectious diseases including HIV, viral hepatitis, tuberculosis and others; presence of diarrhea (bowel movement frequency 43 times a day) for at least 3 consequent days during the last month; pregnancy or breastfeeding.
Sample collection and metagenomic sequencing
Stool samples were collected from the subjects, stored and subject to DNA extraction as described before [1] . Barcoded paired-end libraries were created from 2 μg of total DNA for each sample according to the manufacturer's recommendations using NEBNext DNA Library Prep Master Mix Set for Illumina (New England Biolabs, USA) and NEBNext Multiplex Oligos for Illumina (96 Index Primers) (New England Biolabs, USA) kits. "Shotgun" metagenomic sequencing was performed on HiSeq 2500 platform (Illumina, USA) according to the manufacturer's recommendations using the following reagent kits: HiSeq Rapid PE Cluster Kit v2, HiSeq Rapid SBS Kit v2 (500 cycles), HiSeq Rapid PE FlowCell v2. The resulting read length was 250 bp.
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